I. Introduction
MicroRNA was first identified in nematode cell also it is expressed by all metazoans, plants, and many viruses too. MicroRNA can be defined as the small non-coding RNAs that play regulatory role in numerous and diverse cellular processes such as immune function, apoptosis, stress responses, homeostasis and tumor genesis. There are various miRNA those are found in extracellular region including various biological fluids. Therefore, they are known as circulating miRNA or extracellular miRNA. MiRNAs corresponds the small interfering RNAs (siRNAs) of the RNA interference (RNAi) pathway, except miRNAs evolve from regions of RNA transcripts that fold back on themselves to form short hairpins, whereas siRNAs excogitate from longer regions of double-stranded RNA. The first human disease associated with deregulation of miRNAs was chronic lymphocytic leukemia. Other B cell malignancies followed. As much as 40% of miRNA genes may lie in the introns of protein and non-protein coding genes or even in exons of long nonprotein-coding transcripts So far 24521 miRNA have been identified from plant animal and virus species. Their target genes include tumor suppressor genes and oncogenes, and by regulating the expression of these pivotal genes, microRNAs have important roles in the mediation of tumor progression. Most of the microRNA is of 22 nucleotide. It affects mainly on the biochemical processes. Those miRNA which attack the host cell it can be plant, animal, viruses by using the host machinery instead of its own machinery. MiRNAs are short 22 ± 3 nucleotide RNA molecules that post transcriptionally regulate gene expression by binding to 3'-untranslated regions (3'UTR) of target mRNAs, thereby inducing translational silencing and/or transcript degradation. 1 There is various activity of viral microRNA like Auto regulation of viral gene expression, Avoidance of host defenses, maintaining latent and persistent infection. Viral miRNAs can coordinate both cellular as well as viral gene expressions through the regulation of cellular elements involved antiviral responses, exhilarating cellular miRNAs, or targeting their own viral messenger RNAs to modulate the viral replication cycle. Initial mechanism of cellular miRNA occurs in the nucleus suggesting that only viruses that replicate in nucleus are able to generate miRNA. More than 60 viral miRNAs have been analyzed within four different virus families. Most of the reported virus concealed miRNAs are reported from Herpesvirues and small number within Adenovirus (1), Retrovirus (1) and Polyomavirus (1) families. Measles virus (MeV) is a single-stranded, negative-sense, enveloped (nonsegmented) RNA virus of the genus morbillivirus within the family Paramyoxviridae. Humans are the natural anchor person of the virus; no animal accumulation are known to exist. The measles virus is the cause of 
Vmir Analyzer:
Vmir analyzer: The miRNA prediction method described here requires the VMir software package and one or more files containing the genomic sequences to be analyzed; the latter may be in raw text, FASTA or GenBank format. The latest version of the VMir software (v1.5 as of the time of this writing) can be downloaded from the following URL: http://www.hpi-hamburg.de/research/departments-andresearchgroups/antiviral-defense-mechanism/software-download.html. To install the software, you will need a computer running a Windows operating system; the software will not run on Linux or MacOS systems. The VMir package also requires the Microsoft .NET Framework v2.0 or higher; in case your machine does not already have the framework, it will be installed automatically during the setup process. Unzip/extract the downloaded software archive to a folder on your hard drive and click the Setup.exe file, then follow the instructions provided on the screen. This will install two programs: Vmir Analyzer (which performs the actual analysis). 
Vmir viewer:
VMir Viewer (which allows viewing of results files written by VMir Analyzer). You can start both programs from the "VMir" folder located in the Programs folder of your Start Menu. You will also find shortcuts to the program's documentation in this folder. It helps us the view the primary screened miRNAs of the MeV through the VMir Analyzer. 
MatureBayes:
MatureBayes offers two alternatives for computing the most probable start position of the mature miRNA(s) in any given miRNA precursor. If the stem that produces a mature miRNA (or functional stem) is known, then the proposed computational truth is the top scoring candidate produced by the classifier for that specific stem. The complementary stem is not considered in this case. Alternatively, if the functional stem is not known, the proposed computational truth is the duplex formed by the top scoring candidate estimated over both stems, along with its miRNA*. 
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III. Methods
V. Conclusion
Based on integrated computational approach, we identified 5 novel miRNAs.Using different Bioinformatics' tools like NCBI, Vmir analyzer, Vmir viewer, ncRNA sequence, matureBayes® and mFold® we can easily and efficiently predict the viral miRNAs. This reported miRNAs can be further used for validation in wet lab and consequently can be explored for better understanding for gene regulation.
